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Translation, mRNA-specific translational activator, 
mitochondrial ribosomal proteins, yeast, 319 

Transposition 

P element, rate and site-specificity, Drosophila, 515 
segmental chromosome, gametophyte generation, 

maize, 609 

Transposons, 1600-kilobase Rhizobium meliloti mega- 
plasmid, deletions generated in vivo, 5 

Trisomy, tertiary, mutations of chromosome 1/7, 
mouse, 781 


Virulence, gene for, backcrosses, Magnaporthe grisea, 
87 

Vision, retinal degeneration B gene, Drosophila mela- 
nogaster, 761 

Vitellogenin, gene cluster, Ceratitis capitata, 769 


Xiphophorus, genetic linkage maps of fishes, 399 


Yeast 
chromosome I 
mutagen specificity, temperature-sensitive-lethal 
mutations, 279 
transcribed regions, essential functions, 287 

distributive disjunction of authentic chromosomes, 
475 

fission, mating type interconversion, 489 

hyper-gene conversion hpr5-1 mutation, allele of 
SRS2/RADH gene, 75 

mating, a-factor and MFal a-factor precursor, 299 

mitochondrial ribosomal proteins, functional inter- 
actions, mRNA-specific translational activator, 
319 

mitosis, random segregation of chromatids, 463 

novel recombinator, gene JI protein, bacteriophage 
fl, 61 

physical map of genome, 110-kilobase resolution, 
681 

rDNA recombination, mutations, RNA polymerase 
I-stimulated exchange, 31 

recombination-defective strains, allelic and ectopic 
interactions, 53 
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